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The authors would like to add the following information in the to the cytosol and ER lumen to obtain the upper and lower limit of the
manuscript:
After publication of our study we were made aware of an earlier
seminal work by Brach T, Soyk S, Müller C, Hinz G, Hell R, Brandizzi F
and Meyer AJ (The Plant Journal 2009, 57, 534–541) who ﬁrst applied
roGFP fusion proteins for the analysis of the orientation of single-pass
und multi-pass membrane proteins as well as for the overall topology
of the multi-spanning ER membrane protein ERD2 from Arabidopsis
thaliana expressed in tobacco leaf epidermal cells. The method valida-
tion differed in that Brach et al. used ratio values of free roGFP2 targetedDOI of original article: http://dx.doi.org/10.1016/j.bbamcr.2015.04.002.
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0167-4889/© 2015 Elsevier B.V. All rights reserved.dynamic range, whereas in our study dithiothreitol (DTT) and diamide
were used to fully reduce and oxidize each of the fusion proteins to
obtain the upper and lower limit values. The application of roGFP2
fusions for the determination of the topology of several short-chain
dehydrogenase/reductase (SDR) enzymes in human cells further
emphasizes the value of the approach of redox-based topology analysis
(ReTA) developed by Brach et al.
We apologize for ourmistake andwould like to refer to the excellent
paper by Brach et al. in The Plant Journal 2009, 57, 534–541.
